Osteoporosis is a complex bone disorder with a genetic predisposition, and is a cause of health problems worldwide. In China, Curculigo orchioides (CO) has been widely used as a herbal medicine in the prevention and treatment of osteoporosis. However, research on the mechanism of action of CO is still lacking. The aim of this study was to identify the absorbable components, potential targets, and associated treatment pathways of CO using a network pharmacology approach.
Background
Osteoporosis is a complex bone disorder with a genetic background that leads to an increased susceptibility to bone fracture resulting in pain and morbidity [1] . The prevalence of osteoporosis increases with age and, in their lifetime, affects up to 30% of women and 12% of men, worldwide [1] . Recently, several treatments have become available for osteoporosis, including estrogen therapy, calcium supplementation, and other hormonal treatments [2, 3] .
Chinese herbal medicines have been evaluated for their effects on bone metabolism in preclinical and clinical studies [4] . Curculigo orchioides (CO) has been widely used as a traditional Chinese and Indian herbal medicine for osteoporosis [5] . Our previous studies have shown that some components of CO have anti-osteoporotic activity [6] . For example, curculigoside B has been shown to inhibit bone resorption and curculigoside can reverse H 2 O 2 -induced stimulation of extracellular signal-regulated kinase 1/2, and nuclear factor-kB signaling and inhibit p38 mitogen-activated protein kinase activation [6] . Although some mechanisms for the therapeutic action of CO have been previously reported, there are no existing studies that demonstrate the complex mechanisms of action of CO.
CO has been reported to contain saponins, phenols, and phenolic glycosides, triterpenes, triterpenoid glycosides and other compounds [6] . In our previous reports, an ultra-high performance liquid chromatography coupled with electrospray ionization quadrupole time-of-flight tandem mass spectrometry method (UPLC-TOF-MS) was used to identify 45 chemical constituents in CO [6] . However, analysis of several active compounds in CO could not identify the pharmacological targets of CO, possibly because multiple components could hit multiple targets and exert synergistic therapeutic efficacies. Therefore, a comprehensive method that reflects the variation of most components in the crude drug, and more importantly, identifies the targets of the drug, is required.
With the emergence of systems biology, network pharmacology has become a promising paradigm for future drug development [7] . Molecular networks of complex components and multilevel target-based protein and gene interactions can now be constructed for predicting functions of compounds and promoting discovery of active compounds [8] . Thus, the application of network pharmacology could provide new opportunities to understand the interactions between active compounds and relevant targets, which in turn may highlight the mechanisms of action [9] . The aim of this study was to identify the absorbable components, potential targets, and associated treatment pathways of CO using a network pharmacology approach.
Material and Methods

Construction of chemical structures
All chemicals from Curculigo orchioides (CO) were collected from the following: ultra-performance liquid chromatography coupled to time-of-flight mass spectrometry (UPLC-TOF-MS) analysis [6] ; Traditional Chinese Medicine Systems Pharmacology Database and Analysis Platform (TCMSP) (http://lsp.nwsuaf. edu.cn/tcmsp.php); and literature review. A total of 77 chemicals were identified in CO. And the chemical structures were obtained from the Chemical Book (http://www.chemicalbook. com), and presented using ChemDraw software.
Calculation and prediction of absorbable chemical components
ChemDraw software was used to obtain the format of the chemical components. Then, we import the SMILES format into the Molinspiration SMILES website (http://www.molinspiration.com/) to calculate the predictive parameters for drug absorption. According to the five principles of drug absorption, a compound could be identified as an absorbable drug if: the hydrogen bond donor (the number of hydrogen atoms attached to the O and N, nOHNH) £5; hydrogen bond acceptor (the number of O and N, nON) £10; fat water partition coefficient (miLogP) £5; and relative molecular mass (MW) £500.
Prediction and screening of targets
Using the ChemBio3D Ultra 12.0 informatics system, we transformed the structure of the absorbed components into the MOL2 structure format. To predict possible targets for CO, we imported the components into the public network server of the database of the efficacy group PharmaMapper server website (http://59.7896.61/pharmmapper/) to perform reverse docking. The top ten targets of each compound were selected for subsequent study.
The Therapeutic Target Database [10] and Search Tool for the Retrieval of Interacting Genes (STRING) database (version 10.0) (http://string-db.org) [11] were used to predict the potential interactions among the targets.
Prediction and screening of pathways and diseases
The Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment analysis was performed using the Comparative Toxicogenomics Database (CTD) (http://ctdbase.org/) to study the functions and processes that might be altered by the identified targets [12] . The cut-off value for the screening of significant functions and pathways was P<0.01.
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The potential targets were connected with the related diseases, which were obtained from the PharmGKB database [13] .
Construction of the network
According to the top 40 pathways with their corresponding targets, the diseases, and the components, we constructed a multiple components-multiple target-multiple pathways-multiple disease network using Cytoscape (version 3.4.2; http:// www.cytoscape.org/). [14] Then, according to the three main targets, we drew a main compounds-main target-main pathway diagram.
Results
Absorption parameters of chemical components
The oral route is a convenient and usual way to deliver drugs to the systemic circulation for patients [15] . In this study, a total of 77 components of Curculigo orchioides (CO) were identified. For some natural compounds with poor aqueous solubility, they would be expected to exhibit low efficiency after oral intake, and thereby provide few beneficial therapeutic effects in patients. Therefore, a computer prediction approach was used to calculate the absorption parameters of the identified components. Table 1 shows the specific absorption parameters of all of the components. The data indicated that there was a total of 32 chemical components that met the five principles of drug absorption.
Target prediction and validation
By importing 32 chemical components that were predicted to be absorbable into the PharmMapper database for directional docking, a total of 83 targets were obtained. These targets were imported into the Comparative Toxicogenomics Database (CTD) database and 58 pathways were obtained that were regulated by CO, with significant differences (P<0.01). The top 40 pathways are listed in Table 2 .
Pharmacology network of CO
Using the Cytoscape merge tool, we constructed a pharmacology network for CO, which presented the relationships of the top 40 pathways, targets, diseases, and chemical components. Figure 1 shows the preliminary understanding of the mechanism of CO through this network. Data analysis showed that the genes for estrogen receptor alpha (ESR1) and beta (ESR2), and the gene for 11 beta-hydroxysteroid dehydrogenase type 1, or cortisone reductase (HSD11B1) were the main targets of CO. Figure 2 shows the main targets with their corresponding compounds and pathways. Figure 2C shows a molecular docking simulation and that the ten components had strong binding efficiencies with the three main targets of CO.
Discussion
Osteoporosis is characterized by low bone mineral density, leading to increased bone fragility risk [16] . Curculigo orchioides (CO) exerts therapeutic effects on osteoporosis. Although this complex Chinese herbal medicine is used for the treatment of various diseases, some questions remain regarding its mechanism of action. In this study, we constructed multilayer networks to predict drug targets in a holistic manner, using a pharmacological drug discovery approach that included identification of the gene-targets and the use of the multiple components-multiple targets-multiple pathways-multiple disease approach. As this study has shown, the availability of large phenotypic and molecular networks may provide an opportunity to study the association between diseases and proteomics datasets.
In this study, data analysis showed that the genes for estrogen receptor alpha (ESR1) and beta (ESR2), and the gene for 11 beta-hydroxysteroid dehydrogenase type 1, or cortisone reductase (HSD11B1) were the main targets of CO. This study also predicted the absorbable chemical components of CO, previously reported to include saponins, phenolic compounds and glycosides [17] . Our previous studies have shown that glucosides from CO could significantly increase t bone mineral density, improve the microarchitecture of bone tissue, inhibit the increase of malondialdehyde in serum, and reduce the excretion of urinary calcium in ovariectomized rats [17] . In addition, although the six glycosides, curculigosaponin G, curculigoside B, curculigosaponin E, curculigosaponin J, curculigosaponin L, and curculigoside C, could not be absorbed directly, they could be divided into aglycones, which can be absorbed into the body.
In this study, the validated potential targets for CO were related with seven diseases, including osteoporosis, diabetes, stroke, pancreatitis, myocardial infarction, prostate and breast cancer [18] . Osteoporosis has a relationship with these other six diseases. For example, osteoporosis is one of the major complications of diabetes. Bone marrow mesenchymal stem cells give rise to both osteoblasts and adipocytes, adipokines control energy homeostasis, but also have actions on the skeleton [18] . Patients with chronic pancreatitis may be at an increased risk of low bone density because of malabsorption of vitamin D and calcium, poor diet, pain, alcoholism, and smoking [19] 
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and breast cancer patients experience osteoporosis resulting from accelerated loss of bone mineral density caused by their treatment [20] . This suggests that CO might be effective not only in the treatment of primary osteoporosis, but also in the prevention of secondary osteoporosis [21] .
Based on illustration of the main targets with their corresponding compounds, we found three major gene targets for CO: ESR1, ESR2, and HSD11B1. ESR1 and ESR2 genes encode estrogen receptors, involved in pathological processes including breast cancer, endometrial cancer, and osteoporosis [22] . ESR1 is expressed in osteoblasts and osteoclasts, and is associated with postmenopausal osteoporosis of the spine in women [22, 23] . This gene could be employed as a selection method to identify individuals at increased risk of osteoporosis [23] . In a previous large population-based cohort study, variants in the ESR2 gene were associated with an increased risk of vertebral fracture in postmenopausal women [24] . The 11 beta-hydroxysteroid dehydrogenase type 1 gene (HSD11B1) is a primary regulator catalyzing the reduction of inactive cortisone to active cortisol [25] . Polymorphisms of the HSD11B1 gene have been previously shown to affect the function of the 11b-HSD1 enzyme and HSD11B1 polymorphisms have been shown to be predictive of bone mineral density and the risk of bone fracture in postmenopausal women without a clinically apparent hypercortisolemia [25] . In this study, endocrine and other factors regulated calcium reabsorption, steroid hormone biosynthesis, and metabolic pathways were related with the main targets and ten corresponding compounds. Estrogen is an important steroid hormone that is involved in the process of osteoblast differentiation regulated by bone morphogenetic proteins (BMPs) and tumor necrosis factor (TNF)-a [26] . BMPs could increase the sensitivity of estrogen receptors, whereas estrogen differentially regulates BMP-Smad and TNF-a signaling [26] .
Ethanol extracts of CO have been shown to possess estrogenic activity. A molecular docking simulation was performed and the results ( Figure 2C ) showed that the ten components had strong binding efficiencies with the three main targets of CO.
These compounds were considered as the main components that mediated the estrogen-like efficacy of CO.
This is the first report to show the mechanism of CO using a network pharmacology approach, and we successfully predicted the main targets and pathways for CO, providing the basis for further research. This approach would also benefit other studies of Chinese herbal medicines and complex drugs. The findings of this study indicate that CO, a widely used herbal medicine for the treatment of osteoporosis, has its therapeutic effects through multiple targets and multiple pathways. However, it must be stressed that computational models can only provide network data-driven indications for complex therapeutic compounds and the findings of this study should be verified by controlled clinical studies and real-world evidence. 
Conclusions
This study has demonstrated a novel approach for the investigation of the mechanism of action of the Chinese herbal medicine, Curculigo orchioides (CO), by combining absorption property screening, targes prediction, and network pharmacology. 
